Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.005 Å; disorder in main residue; R factor = 0.041; wR factor = 0.086; data-to-parameter ratio = 14.9.
In the title compound, C 22 H 23 BrN 4 O 4 S 2 , the benzene rings bridged by the sulfonamide group are tilted relative to each other by 68.9 (1) and the dihedral angle between the sulfurbridged pyrimidine and benzene rings is 69.7 (1) . The molecular conformation is stabilized by a weak intramolecular -stacking interaction between the pyrimidine and the 4-methylbenzene rings [centroid-centroid distance = 3.934 (2) Å ]. The morpholine ring adopts a chair conformation and is disordered over two positions with an occupancy ratio of 0.853 (6):0.147 (6). In the crystal, molecules are linked by N-HÁ Á ÁO hydrogen bonds into chains extending along the a axis and further, through C-HÁ Á ÁN and C-HÁ Á ÁO interactions, into a three-dimensional supramolecular structure.
Related literature
For the crystal structures of sulfonamides, see: Rodrigues et al. (2011); Akkurt et al. (2011) . For their biological activity, see: Gao & Pederson (2005) . For bond-length data, see: Allen et al. (1987) . For ring asymmetry parameters and conformations, see: Duax & Norton (1975) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). Extinction coefficient: 0.0044 (3)
Special details
Experimental. CrysAlis PRO, Oxford Diffraction Ltd., Version 1.171.34.40 (release 27-08-2010 CrysAlis171. NET) (compiled Aug 27 2010,11:50:40) Empirical absorption correction using spherical harmonics, implemented in SCALE3 ABSPACK scaling algorithm. Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of
) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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